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SUPPLEMENTARY INFORMATION
Supplementary Table 1. Patient Characteristics
Clinicopathological data recorded for each of the 22 cases used in the analysis of prostatectomy biopsy specimens.
Case	Age	PSA (ng/ml)	Gleason Score	TNM	High  Grade PIN	Involves Capsule	Circumferential Margin Involved	Apical Margin Involved
1	65	10	3 + 3 = 6	pT2	Yes	Yes	No	Yes
2	57	4.5	3 + 3 = 6	pT2	Yes	No	No	No
3	66	9.2	3 + 3 = 6	pT2	Uncertain	No	No	No
4	61	7	4 +  3 = 7	pT2	Yes	Yes	No	No
5	52	Not Stated	3 + 3 = 6	pT2	Yes	Yes	No	Yes
6	60	7.34	3 + 4 = 7	pT2	Yes	No	No	No
7	62	10.9	3 + 4 = 7	pT2	Yes	No	No	Yes
8	50	13	3 + 5 = 8	pT3	Yes	No	No	Yes
9	67	5.7	4 + 4 = 8	pT2	Yes	No	No	No
10	60	Not Stated	3 + 3 = 6	pT2	No	No	No	No
11	53	8	2 + 3 = 5	pT2	Yes	Yes	No	No
12	57	6.4	3 + 3 = 6	pT2	Yes	No	Yes	Yes
13	41	3.9	3 + 3 = 6	pT2	Yes	Yes	Yes	No
14	64	9.2	3 + 3 = 6	pT2	Yes	Yes	Yes	Yes
15	62	8.3	3 + 3 = 6	pT2+	Yes	Yes	Yes	Yes
16	58	10	3 + 4 = 7	pT2	Yes	Yes	No	No
17	47	8	3 + 3 = 6	pT2	Yes	Yes	Yes	Yes
18	65	6	3 + 3 = 6	pT2	No	No	No	No
19	59	5.7	3 + 5 = 8	pT3a	Yes	Yes	No	No
20	62	17.7	3 + 5 = 8	pT2	Yes	Yes	No	No
21	58	4.5	3 + 3 = 6	pT2	Yes	No	No	No






















Variable miR-200c and miR-141 expression in a set of 547 patient samples contained in the TCGA prostate adenocarcinoma (PRAD) dataset (ID: TCGA_PRAD_miRNA_HiSeq) publicly available through the UCSC Cancer Genomics Browser (https://genome-cancer.ucsc.edu/ (​https:​/​​/​genome-cancer.ucsc.edu​/​​)). The miRNA expression profile was measured experimentally using the Illumina HiSeq 2000 RNA Sequencing platform by the British Columbia Cancer Agency TCGA genome characterization center.
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Supplementary Figure 5 
Network analysis of miR-200c – DNMT3A interactions using the miRTarbase website (http://mirtarbase.mbc.nctu.edu.tw/index.php (​http:​/​​/​mirtarbase.mbc.nctu.edu.tw​/​index.php​)) reveals that miR-200c impacts upon several other targets. Likewise, DNMT3A is regulated by several miRNAs. Accession ID: MIRT053571 [miRNA, hsa-miR-200c-3p :: DNMT3A, target gene]


